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SEQUENCE LISTING 

<110> DAISOCo.Ltd. 

<120> Hydroxy carboxylic ester hydrolase 

<130> KP-10544 

<160> 12 

<170> Patentln version 3.1 

<210> 1 
<211> 1990 
<212> DNA 
<213> Enterobacter sp. 

<220> 
<221> CDS 
<222> (742)..(1827) 
<223> 

<400> 1 

aagtggcctt ggcagagagg ttgcgttatt gatggcttcc gaaggggcat cggtcggtat 60 

tgctgacctc agtctggcct cagccgaaga ggtggtccgg gaaatacaac tggctggcgg 120 

tgaagcgatt gccgttggca tggatgtctc ggacgagcag cagactcagg cgggaaccga 1 80 

cgcgctggtg aatcgttatg gcagtcttga tattctggta tctaatgccg ggatccagat 240 

tgtcagtccc ctggatgaat acccgtttgc tgactggcgg aagatgatgg ctgttcatct 300 

tgacggggca tttctgacca cccgggcagc actgaaacat atgtacaaaa acccgcaagg 360 

ggggacggtc atttatattg gctctgtgca ttcccatgaa gcctcccggc tgaaggcggc 420 

gtatgtgacc gccaaacatg ggctgatggg gctggctaag gtggtcgcga aggagggggc 480 

tgttcatcac gttcgctcgc atgtagtttg cccgggcttt gttgatacgc cgctggttaa 540 

aaagcagatc cctgagcagg cccgtgagct gggtatcagc gaagaggatg tcgtcaaaaa 600 

tattatgctg gcggaaaccg ttgacgggca gtttacatcg gaggcggata ttgccgaaac 660 

agtacgtttt ctggtgacat ttccttccat ggcgctcacc ggacagtcaa ttacggtcag 720 

ccacggatgg ggaatgcgct g atg aga aaa acc atg caa cgc agt ttg etc 771 
Met Arg Lys Thr Met Gin Arg Ser Leu Leu 
15 10 
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tca gcc ctg gtg ctg gtg get tec tgt tgt cat ggg gee tgg gca gta 819 
Ser Ala Leu Val Leu Val Ala Ser Cys Cys His Gly Ala Trp Ala Val 
15 20 25 

tct get cag gta acc cgc gat ace etc ggc aca atg gag aaa cag tat 867 
Ser Ala Gin Val Thr Arg Asp Thr Leu Gly Thr Met Glu Lys Gin Tyr 
30 35 40 

caa cag atg tgg gag aaa gaa aat ggc ccg ctg acg ttg teg cct ccg 915 
Gin Gin Met Tip Glu Lys Glu Asn Gly Pro Leu Thr Leu Ser Pro Pro 
45 50 55 

gcc ccc ctg gcg acg ctg tta tea teg eta ccc aaa aac age aat aac 963 
Ala Pro Leu Ala Thr Leu Leu Ser Ser Leu Pro Lys Asn Ser Asn Asn 
60 65 70 

ccc gag tat aat acg etc gac age cgt gat gcg ttg act gcg ctg acc 1011 
Pro Glu Tyr Asn Thr Leu Asp Ser Arg Asp Ala Leu Thr Ala Leu Thr 
75 80 85 90 

caa aag tac gtg acg gat aaa caa tec ata gcc cga att ate aat gtg 1059 
Gin Lys Tyr Val Thr Asp Lys Gin Ser He Ala Arg He He Asn Val 
95 100 105 

gat gtc gcg gtg ccg gga cga aaa att ccg gta egg ate tac aac ccg 1 107 
Asp Val Ala Val Pro Gly Arg Lys He Pro Val Arg He Tyr Asn Pro 
110 , 115 120 

cat ccg gat ata gca acc ggg gtg att ttc ttc att cat ggt ggg ggg 1155 
His Pro Asp He Ala Thr Gly Val lie Phe Phe lie His Gly Gly Gly 
125 130 135 

cat ctg agt ggt tog gtg gat gtt tac gac ccg ata gcc cgt cat ctg 1203 
His Leu Ser Gly Ser Val Asp Val Tyr Asp Pro He Ala Arg His Leu 
140 145 150 
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gcg get gca acc ggt aat acc gtc gtg gca gtg gac tat egg egg gcg 1251 
Ala Ala Ala Thr Gly Asn Thr Val Val Ala Val Asp Tyr Arg Arg Ala 
155 160 165 170 

ccg gag tec ccc tat ccg gag gga ctt cac gat gcg cgt gat gtc ctg 1299 
Pro Glu Ser Pro Tyr Pro Glu Gly Leu His Asp Ala Arg Asp Val Leu 
175 180 185 

atg cag gtt tac get gta ctg gat cag aac cat gtt ccc tgg aaa ccg 1347 
Met Gin Val Tyr Ala Val Leu Asp Gin Asn His Val Pro Tip Lys Pro 
190 195 200 

caa ctg act ctg gee gga gac age gga ggt ggg gca ttc age gee acg 1 395 
Gin Leu Thr Leu Ala Gly Asp Ser Gly Gly Gly Ala Phe Ser Ala Thr 
205 210 215 

ctt gee ggc gat tta cag act gaa cac ccg ggc ttt ate tec cgc ctg 1443 
Leu Ala Gly Asp Leu Gin Thr Glu His Pro Gly Phe He Ser Arg Leu 
220 225 230 

gag ctg att tat ccc age ctg gat tac acg ttg tec tgg cct tec get 1491 
Glu Leu He Tyr Pro Ser Leu Asp Tyr Thr Leu Ser Trp Pro Ser Ala 
235 240 245 250 

gat gaa aat ggg cag ggt aaa ttg ctt gat aaa age aaa gtg gee tgg 1539 
Asp Glu Asn Gly Gin Gly Lys Leu Leu Asp Lys Ser Lys Val Ala Trp 
255 260 265 

tac ttc agt cag tat ttt cag cat ggt gaa gac aga gcg teg ctt tea 1587 
Tyr Phe Ser Gin Tyr Phe Gin His Gly Glu Asp Arg Ala Ser Leu Ser 
270 275 280 

ccg ttg tac aga tea gtc acg egg gcg ttt ccg ccc aca ctt att ttt 1635 
Pro Leu Tyr Arg Ser Val Thr Arg Ala Phe Pro Pro Thr Leu He Phe 
285 290 295 

agt ggc ggt ctg gat cca tta cgt gat gag gat ttt get ttt gtt gee 1683 
Ser Gly Gly Leu Asp Pro Leu Arg Asp Glu Asp Phe Ala Phe Val Ala 
300 " 305 310 

cga ctg aaa age gee gga gtg ccg gtc agg cat ate cac ttc ccg ggg 1 73 1 
Arg Leu Lys Ser Ala Gly Val Pro Val Arg His He His Phe Pro Gly 
315 320 325 330 

atg gta cat gca ttt ctg atg ctt gaa aat ctg gtg ccg cag caa act 1 779 
Met Val His Ala Phe Leu Met Leu Glu Asn Leu Val Pro Gin Gin Thr 
335 340 345 

gca cag gtt tat cag get acc get gat ttc att gee aca cca gee cat 1 827 
Ala Gin Val Tyr Gin Ala Thr Ala Asp Phe He Ala Thr Pro Ala His 
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350 355 360 

taggtctgag gggcagtttc cgcaactgcc cctgtgattt cgttaacgaa ttacctgttc 1 887 
gtggcgtgat ttgttttcat tgggacagaa acgcagcctt ttaagcctgc tgtctggtcg 1 947 
ctgccagcac aatttcgcgg atacagacgt tttgaggctg cag 1990 



<210> 2 

<211> 362 

<212> PRT 

<213> Enterobacter sp. 

<400> 2 

Met Arg Lys Thr Met Gin Arg Ser Leu Leu Ser Ala Leu Val Leu Val 
15 10 15 

Ala Ser Cys Cys His Gly Ala Trp Ala Val Ser Ala Gin Val Thr Arg 
20 25 30 

Asp Thr Leu Gly Thr Met Glu Lys Gin Tyr Gin Gin Met Trp Glu Lys 
35 40 45 

Glu Asn Gly Pro Leu Thr Leu Ser Pro Pro Ala Pro Leu Ala Thr Leu 
50 55 60 

Leu Ser Ser Leu Pro Lys Asn Ser Asn Asn Pro Glu Tyr Asn Thr Leu 
65 70 75 80 

Asp Ser Arg Asp Ala Leu Thr Ala Leu Thr Gin Lys Tyr Val Thr Asp 
85 90 95 

Lys Gin Ser lie Ala Arg He lie Asn Val Asp Val Ala Val Pro Gly 
100 105 110 
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Arg Lys lie Pro Val Arg lie Tyr Asn Pro His Pro Asp lie Ala Thr 
115 120 125 

Gly Val lie Phe Phe He His Gly Gly Gly His Leu Ser Gly Ser Val 
130 135 140 

Asp Val Tyr Asp Pro He Ala Arg His Leu Ala Ala Ala Thr Gly Asn 
145 150 155 160 

Thr Val Val Ala Val Asp Tyr Arg Arg Ala Pro Glu Ser Pro Tyr Pro 
165 170 175 

Glu Gly Leu His Asp Ala Arg Asp Val Leu Met Gin Val Tyr Ala Val 
180 185 190 

Leu Asp Gin Asn His Val Pro Trp Lys Pro Gin Leu Thr Leu Ala Gly 
195 200 205 

Asp Ser Gly Gly Gly Ala Phe Ser Ala Thr Leu Ala Gly Asp Leu Gin 
210 215 220 

Thr Glu His Pro Gly Phe He Ser Arg Leu Glu Leu He Tyr Pro Ser 
225 230 235 240 

Leu Asp Tyr Thr Leu Ser Trp Pro Ser Ala Asp Glu Asn Gly Gin Gly 
245 250 255 

Lys Leu Leu Asp Lys Ser Lys Val Ala Trp Tyr Phe Ser Gin Tyr Phe 
260 265 270 

Gin His Gly Glu Asp Arg Ala Ser Leu Ser Pro Leu Tyr Arg Ser Val 
275 280 285 

Thr Arg Ala Phe Pro Pro Thr Leu He Phe Ser Gly Gly Leu Asp Pro 
290 295 300 

Leu Arg Asp Glu Asp Phe Ala Phe Val Ala Arg Leu Lys Ser Ala Gly 
305 " 310 315 320 

Val Pro Val Arg His He His Phe Pro Gly Met Val His Ala Phe Leu 
325 330 335 

Met Leu Glu Asn Leu Val Pro Gin Gin Thr Ala Gin Val Tyr Gin Ala 
340 345 350 
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Thr Ala Asp Phe He Ala Thr Pro Ala His 
355 360 

<210> 3 

<211> 27 

<212> PRT 

<213> Enterobacter sp. 

<400> 3 

Val Ser Ala Gin Val Thr Arg Asp Thr Leu Gly Thr Met Glu Lys Gin 
1 5 10 15 

Tyr Gin Gin Met Trp Glu Lys Glu Asn Gly Pro 
20 25 

<210> 4 

<211> 9 

<212> PRT 

<213> Enterobacter sp. 

<400> 4 

Arg Arg Ala Pro Glu Ser Pro Tyr Pro 
1 5 

<210> 5 
<211> 21 
<212> DNA 
<213> Artificial 

<220> 

<223> Designed primer sequence based on partial peptide sequence of EnHCH 
<400> 5 

aarcartayc arcaratgtg g 21 

<210> 6 
<211> 18 
<212> PRT 
<213> Artificial 

<220> 

<223> Designed primer sequence based on partial peptide sequence of EnHCH 



<400> 6 
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Arg Thr Ala Asn Gly Gly Asn Ser Tip Tyr Thr Cys Asn Gly Gly Asn 
15 10 15 

Gly Cys 



<210> 7 

<211> 25 

<212> PRT 

<213> Enterobacter sp. 

<220> 

<221> SIGNAL 
<222> (1)..(25) 
<223> 

<400> 7 

, Met Arg Lys Thr Met Gin Arg Ser Leu Leu Ser Ala Leu Val Leu Val 
15 10 15 

Ala Ser Cys Cys His Gly Ala Trp Ala 
20 25 

<210> 8 

<211> 75 

<212> DNA 

<213> Enterobacter sp. 

<400> 8 

atgagaaaaa ccatgcaacg cagtttgctc tcagccctgg tgctggtggc ttcctgttgt 60 

catggggcct gggca 75 

<210> 9 
<211> 28 
<212> DNA 
<213> Artificial 

<220> 

<223> Designed primer sequence for construction of pKK-EnHCHl 
<400> 9 

ccgaattcat ggggaatgcg ctgatgag 28 

<210> 10 
<211> 28 
<212> DNA 
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<213> Artificial 
<220> 

<223> Designed primer sequence for construction of pKK-EnHCH2 
<400> 10 

ccgaattcat gagaaaaacc atgcaacg 28 

<210> 11 
<211> 28 
<212> DNA 
<213> Artificial 

<220> 

<223> Designed primer sequence for construction of pKK-EnHCH3 
<400> 11 

ccgaattcat gcaacgcagt ttgctctc 28 

<210> 12 
<211> 29 
<212> DNA 
<213> Artificial 

<220> 

<223> Designed primer sequence for construction of pKK-EnHCH4 



<400> 12 

ccgaattcat gtctgctcag gtaacccgc 



29 



